Some remarks on predicting multi-label attributes in molecular biosystems.
Many molecular biosystems and biomedical systems belong to the multi-label systems in which each of their constituent molecules possesses one or more than one function or feature, and hence needs one or more than one label to indicate its attribute(s). With the avalanche of biological sequences generated in the post genomic age, it is highly desirable to develop computational methods to timely and reliably identify their various kinds of attributes. Compared with the single-label systems, the multi-label systems are much more complicated and difficult to deal with. The current mini review focuses on the recent progresses in this area from both conceptual aspects and detailed mathematical formulations.